GPAT (EC 2.3.1.15) catalyzes the first step in phospholipid and triglyceride synthesis. In the former context, it is implicated in chilling resistance in plants, through its role in selecting the fatty acids that are incorporated into chloroplast lipids and then into membranes. The GPAT from chillingresistant plants such as pea is highly selective for oleic acid, whereas the enzyme from chilling-sensitive plants can incorporate either palmitic or oleic acid at the sn-1 position. The basis of this enzyme specificity is unknown. It is hoped that comparison of GPAT protein sequences from diverse sources may shed some light onto the structural features relevant to enzyme specificity as well as other structural and functional attributes.
GPAT exists in both plastidic and extraplastidic forms. The plastidic form has been purified to various degrees from cocoa bean seeds (Fritz et al., 1986) , pea leaves (Frentzen et al., 1983; Douady and Dubacq, 1987; Weber et al., 1991) , and spinach leaves (Frentzen et al., 1983) . The cDNA sequences of chloroplast GPATs from Arabidopsis thaliana (Nishida et al., 1993) , cucumber (GenBank accession number M80571), pea (Weber et al., 1991) , and squash (Ishizaki et al., 1988) have been reported. Here we present the nucleotide sequence of a full-length cDNA encoding a GPAT isolated from a Xgt22 cDNA library made from mRNA from developing Carthamus tinctorius seeds (Table I) An interna1 fragment of the gene was amplified by PCR using degenerate oligonucleotide primers based on conserved regions EPFDYY (upstream) and ICVYSKKHM (downstream) in the GPAT genes sequenced to date.This 315-bp fragment was then used as a probe to isolate a fulllength cDNA clone from a Xgt22 library constructed from developing safflower seed mRNA. Method of Identification:
Nucleotide and amino acid sequence comparison with A. thaliana (Nishida et al., 1993) , cucumber (GenBank accession number M80571), pea (Weber et al., 1991) , and squash (Ishizaki et al., 1988) The open reading frame encodes a 488-amino acid protein of molecular mass 49933 D. By alignment of the deduced amino acid sequence of safflower GPAT with deduced sequences of squash (Ishizaki et al., 1988) and pea (Weber et al., 1991) , the first 91 residues are predicted to form a plastid-targeting peptide. The amino acid residues in this region display all the features of a typical plastid transit peptide, such as abundance of hydroxy amino acids and net positive charge (Keegstra et al., 1989) . Antibodies:
Not available.
